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Figure S1. The estimation of the parameter sensitivity 



 

 

Figure S2. The pattern matching proportion distribution. Pattern matching proportion (PMP for 

short) is defined as the proportion of matched site-residue elements from one sequence on one 

pattern. Dashed lines indicate the PMP threshold used for classification. For one sequence, a 

pattern is added to candidates of predicting groups if the PMP exceeds the threshold. The 

predicting group is then assigned to the group with the maximum PMP. 


